Top panels: CATCH-nanopore repeat experiments. Lower panel: CATCH-NGS. Following CATCH and nanopore sequencing, over 98% of the reads were aligned to the human genome, out of which 1.15% were mapped to the target region. We obtained 35x ± 10 mean sequencing depth for the target region, with a sensitivity of 98.5% in all repeat experiments (i.e., the percentage of bases in the target region that were sequenced), compared to 0.18x ± 0.05 mean coverage for the rest of the genome, indicating an enrichment factor of 194 ± 14. Following size selection, 70x mean sequencing coverage was obtained in the target region, and an enrichment factor of 237. NGS analysis of the same sample showed 90x mean coverage of the target region and yielded an enrichment factor of 192 (Table S2) 
